three maternity hospitals in the city were visited daily and births were recorded, corresponding to 99.2% of all births in the city. The 5,914 live born infants whose families lived in the urban area constituted the original cohort. We have genome-wide data for 3,736 individuals. Further details are available in (Victora and Barros 2006) .
Summary of working target datasets:
1. EPIGEN 2.5M target dataset (2,235,109 SNPs for 6,487 samples) 2. EPIGEN 2.5M target dataset -Salvador Cohort (2,234,755 SNPs for 1,309 samples) 3. EPIGEN 2.5M target dataset -Bambui Cohort (2,233,665 SNPs for 1,442 samples) 4. EPIGEN 2.5M target dataset -Pelotas Cohort (2,234,985 SNPs for 3,736 samples)
RESULTS AND DISCUSSION

EPIGEN Reference Panels
All the cohort were imputed with the bioinformatic framework and panels proposed in according to section "1.5.1 EPIGEN Reference Panels" from the Supplementary Material of The EPIGEN-Brazil Scientific Workflow.
Target phasing with different reference panels
After haplotype phasing, the number of infered phased SNPs has been evaluated for each chromosome as shown in Table S1 , S2 and S3. It confirms that the number of target SNPs phasing with EPIGEN-5M reference results is 159,124; 175,415 and 142,344 more SNPs than phasing with 1KGP for Salvador, Bambuí and Pelotas Cohorts, respectively. Figure S1 and Tables S4 and S5 ). Figure S2 and Tables S6 and S7 ). Figure S3 and Tables S8 and S9 ). We also compared the MAF distribution before and after imputation with the different panels without filtering for any info threshold ( FigureS S4, S6, S8 Finally, we compared the MAF of each target dataset (EPIGEN 2.5M dataset and each cohort dataset) ( Figure S10 ) trying to understand the differences between the cohorts imputation performance Figure S10 and Table S11 . Further experiments and analysis are necessary for a better understanding of these results and will be performed. 
EPIGEN 2.5M target dataset -Salvador Cohort
